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P-VAUJES: Differentiation 0.01; Smoking 0.06; p53 0.99; K-ras 0.413; Stage 0.03; BA type 0.006 
Note: Smoking =pack years; Survival Months 

Note: Classification: BO= Bronchial Derived; BA=BronchWoalveolar; PA=PapiIlary; CC=Oear Cell; MU=Mucinous 
* = Deceased 
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P-VALUES: Differentiation 0.01; Smoidng 0.06; p53 0.99; K-ras 0.413; Stage 0.03; BA type 0.006 
Note: Smoking = pack years; Survival =Months 

Note: Classification: BD=Bronchia! Derived; BA=Bronchioloarveolar; PA=Paptllary; CC=OearCeJI; MU=Mucinous 
* = Deceased 
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Figure 4A 
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